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Correction to: Scientific Reports https://doi.org/10.1038/s41598-019-40399-8, published online 07 March 2019
This Article contains errors in the Methods section, under subsection ‘Samples collection and genotyping’.
“All genotyped data will be made publicly available on the ebc.ee/free_data website and NCBI-GEO public repos-
itory (accession number XXXX)”.
should read:
“All genotyped data will be made publicly available on the ebc.ee/free_data website and NCBI-GEO public repos-
itory (accession number GSE126882)”.
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